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Figure 2 In Cuba begomoviruses have emerged as one of the major factors limiting production of solanaceous and fabaceous crops. The begomovirus Bean golden yellow mosaic virus affects the major production areas of common bean (Phaseolus vulgaris) in the country (Echemendía et al., 2001) . Recently there has been an increase in the range of symptoms in beans, suggesting that other begomoviruses may be present. (Rojas et al., 1993) and rolling circle amplification combined with restriction fragment length polymorphism analyses showed begomoviruses to be associated with 80% of the symptom-bearing plants.
HindIII fragments of~2.6 kb were ligated in the pBluescript KS(+) plasmid vector, previously cleaved with the same enzyme, and inserts of eight clones (two each from four samples) were sequenced. DNA-A sequences were obtained which shared 99.5% nucleotide sequence identity. The sequence of one presumed full-length clone (GenBank Accession No. KU562963), comprising 2610 nucleotides, showed the highest nucleotide identity (97%) with Tobacco leaf curl Cuba virus (TbLCCuV; AM050143) by BLAST analysis. Based on the begomovirus species demarcation criteria (Brown et al., 2015) the virus is an isolate of TbLCCuV.
TbLCCuV has previously been detected in tobacco in Cuba (Morán et al., 2006) . Other begomoviruses are known to infect beans including Bean calico mosaic virus, Bean dwarf mosaic virus, Bean golden mosaic virus (Morales, 2011) , Soybean blistering mosaic virus and Tomato yellow spot virus (Rodríguez-Pardina et al., 2011) . To our knowledge, this is the first report of TbLCCuV infecting common bean.
